Arcobacter canalis was originally recovered from shellfish and from a sewage-contaminated canal. Arcobacter canalis is closely related to the marine bacterium Arcobacter marinus. This study describes the complete whole-genome sequence of the A. canalis type strain LMG 29148 (ϭF138-33 T ; ϭCECT 8984 T ), which was recovered from oysters.
were identified using GeneMark, RNAmmer, and ARAGORN (3) (4) (5) , respectively, and annotated as described previously (6) . The data presented here support the taxonomic relatedness of A. canalis and A. marinus; the genomes of these species are highly syntenic, with an average nucleotide identity of 95.2%. However, we identified errors in the original phenotypic discriminatory markers for both species (1, 2) . Although A. canalis was originally described as being unable to reduce nitrate (1), the A. canalis genome contains a full set of nitrate reductase genes (Table 1) ; controlled tests performed in our laboratory (7) demonstrate that strain LMG 29148 T is able to reduce nitrate, thus confirming the genomic data. Similarly, we have demonstrated that A. marinus strain JCM 15502 T is catalase positive, contradicting previous descriptions (1, 2) , and its genome encodes the catalase gene. Additionally, we routinely grow A. canalis on medium without amended NaCl (0.5% [wt/vol final]), thus disputing the original description (1) . These discrepancies suggest that a complete reassessment of the phenotypic markers used to discriminate A. canalis and A. marinus should be performed. Data availability. The complete genome sequence of A. canalis strain LMG 29148 T has been deposited in GenBank under the accession number CP042812. All MiSeq and PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under accession number SRP217059.
